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Figure 1A 



1 GT XGACXCJ^^J^DTjST TGAAC T T AC T GTCAACAGC ACT GTAACTCAT GCC T GAGC CAAGC 60 

6 1.. TTGTCTA?4CACGTAT.>TTTTCTCTGTAAAGCACATCACAGCCTTTCTGCACTTAGGAACA 120 

1.2 1 TT AGACAGC ACT TfcAGC^feTSO^? T GGGGGCC AT T T T AAAC AAT TAAATC AC T GAT AGG 180 

' . -J- 

181 CTCCGGTGC.GCTCAGGGCGGCCCCAGACACGGGTTTCCCATGGCAGCACCACGGCACGCC 2 4 0 
i 

241 CGGCGCACCTGCTGCCCCGAACCCCTGGCTCCAGGGGGCAATGAGGGGGCAGTGGAAGGG 300 

301 GCACTACTCCTCGGGCATTGCCTAGAGAAGCGAGACCGTCCCGCCCTCCCGCTGGCCCTC 3 60 

3 61 CTTCTCTCCCGCCCGGGGCCCGCGCAATTCTCCGCCAGAGGGACAGTCGGCCTCATATGT 4 20 

H ' 1 ML 2 

Q 

"4 4 21 TAAGACCTCTGATCACTAGATCCCCTGCATCTCCACTGAACAACCAAGGCACCCCTACTC 4 8 0 

i'A 3 RPLITRSPASPLNNQGTPTP 22 



4 81 C G G C AC AAC T C AC AAAAT C C AAT GC G CAT G T C C AC AC T GAT G T GG G CAG C C AC AT G T AC A 54 0 
23 A Q L T K S N AHVHTDVGSHMYT 42 



[U 541 CCAGCAGCCTGGCCACCCTCACCAAATACCCTGTATCCAGAATCAGAAGACTTTGTGATG 600 

□ 4 3 SSLATLTKYPVSRIRRLCDG 62 

i;3 . - . - 

601 GTACAGAGCCCATAGTTTTGGACAGTCTCAAACAGCACTATTTCACTGACAGAGATGGAC 6 60 

63 TEPIVLDSLKQHYFTDRDGO 82 



661 AGAT G T T CAG AT AT AT C T T GAAT T T T C T AC G AAC AT C C AAAC T C C T CAT T C T T GAT GAT T 720 
83 MFRYILNFLRTSKLLILDDF 102 



721 TCAAGGACTACACTTTGTTATATGAAGAGGCAAAATATTTTCAGCTTCAGCCCATGTTGT 7 8 0 
103 KDY TLLYE EAKYFOLOPMLL 122 



781 TGGAGATGGAAAGATGGAAGCAGGACAGAGAAACTGGTCGCTTTTCAAGGCCCTGTGAGT 84 0 

123 EMER.WKODRE TGRFSRPCEC 142 

841 GCCTTGTTTGTGTGGCCCCAGACCTCAGAGAAAGGATCACGCTAAGTGGTGACAAATCCT 900 

143 LVCVAPDLRERITLSG. DKSL 162 



901 TGGTAGAAGAAGTGTTTCCAGAGATCGGCGATGTGATGTGCAACTTTATCAGTGCAGGCT 
163 VEEVFPEIGDVMCNFI SAGW 
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Figure IB 

961 GGAATCATGACTCCACGCACATCGTCAGGTTTCCACTAAGTGGCTACTGTCACCTCAACT 102 0 
183 NHDSTHIVRFPLSGYCHLNS 202 
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1021 CAGTCCAGGTCCTCGAGAGGTTGCAGCAAAGAGGATTTGAAATCGTGGGCTCCTGTAGGG 1080 

203 VQVLERLQQRGFE IVGSCRG 222 

1081 GAGGAGTGGGCTCATCCTAGTTCAGCAAATACGTCCTTCATAGGGAACTGAGGCGGATGC 114 0 

223 . G V G S S 227 



1141 CCTCCCGTACCCTCCATCATCTGGATAAAGCAAGAGCCTCTGGACTAAACGGACATATTT 1200 



1201 C T T AT GC AAAAAGG AAAAC AC AC AC AAC T AAT AAACAAAT AAT AAAAAAG GGACAT TTGT 1260 



12 61 G T GC AG T T GGGAC AG AAAAC C AAGT CC T G C AC C T AAAAT T GAAT AAAAG AT GC AT T TATA 1320 



1321 TGCAATAGAGACCACACCTGTATTCATATGGGAACAATTGGAATAGTTCACTCAAAAAAA 138 0 



1381" AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1418 
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Figure 2 
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Figure 3 
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Figure 4. 



Protein 


Genbank 
ID 


Identities 


Similarities 


Human membrane channel 
protein-2 


gi|Y70452 


90.7% 


92.5% 


Human Maxi-K potassium 
channel beta subunit 


gi|4758625 


32.0% 


32.0% 


Drosophila CGI 0440 protein 


gi|7291303 


33.1% 


42.6% 


Drosophila CGI 0465 protein 


gi| 17946205 


24.0% 


38.8% 
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